Here, we announce the genome of the Escherichia coli 4s siphophage Shashou, which presents similarity to members of the Guernseyvirinae subfamily. Shashou is predicted to use a headful packaging mechanism for its 44,155-bp genome and to encode 77 proteins.
coding genes. It has a 50.1% GϩC content and 94.4% coding density. PhageTerm predicts that Shashou uses a pac site for packaging (20) .
Shashou shares 65.15% nucleotide identity and 51 proteins with Escherichia phage G AB-2017 (GenBank accession number KY295895), a Guernseyvirinae subfamily member (21) . A hypothetical protein was predicted between the tail assembly chaperone (NCBI accession number QEA09424) and the tape measure protein (NCBI accession number QEA09426), with no canonical slippery sequence to induce translational frameshifting. The helicase (NCBI accession number QEA09433) in Shashou contains an intein.
Data availability. The genome sequence and associated data for phage Shashou were deposited under GenBank accession number MK931440, BioProject accession number PRJNA222858, SRA accession number SRR8893605, and BioSample accession number SAMN11414490.
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